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Abstract: Recent studies have investigated the control of adipose tissue expansion and inflammatory
process by microRNAs (miRNAs). These two processes are of great interest because both are
associated with obesity and metabolic syndrome. However, despite the great relevance of the role
of miRNAs in obesity and adipose tissue, no qualitative and quantitative analysis on the subject
has been performed. Thus, we aimed to examine global research activity and current trends with
respect to the interaction between obesity, adipose tissue and miRNAs through a bibliometric analysis.
This research was performed on the Scopus database for publications containing miRNA, obesity, and
adipose tissue keyword combinations. In total, 898 articles were analyzed and the most frequently
occurring keywords were selected and clustered into three well-defined groups. As a result, first
group of keywords pointed to the research area on miRNAs expressed in obesity-associated diseases.
The second group demonstrated the regulation of the adipogenesis process by miRNAs, while the
third group highlighted brown adipose tissue and thermogenesis as one of the latest global research
trends related to the theme. The studies selected in this paper describe the expression and performance
of different miRNAs in obesity and comorbidities. Most studies have focused on identifying miRNAs
and signaling pathways associated with obesity, type 2 diabetes mellitus, and cardiovascular disease.
Thus, the miRNA profile for these diseases may be used as biomarkers and therapeutic targets in the
prevention and treatment of obesity-associated diseases.
Keywords: obesity; microRNA; adipose tissue; adipogenesis; bibliometric analysis
1. Introduction
The prevalence of obesity has increased worldwide and reached pandemic levels in modern
society [1,2] A recent global burden estimate suggests that over 1.9 billion people are obese or
overweight [3], and about 4 million people die each year from complications related to obesity [1].
Although there have been countless efforts to reduce the progress of obesity, in 2025, the worldwide
public health costs related to this condition will reach $1.2 trillion [4]. Notwithstanding, epidemiological
studies have illustrated the need to understand and discover new molecular targets and efficient
therapeutic approaches to control this pandemic.
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Obesity is characterized by an excessive accumulation of adipose tissue, which is associated with
impaired health [3]. Both humans and rodents have three main types of adipose tissue: white adipose
tissue (WAT), brown adipose tissue (BAT), and beige adipose tissue [5]. WAT is the main lipid storage
site and plays an important role in obesity [6]. In addition to the ability to store energy from the
diet [7], WAT-releasing peptide hormones (cytokines) [8], exosomal microRNA (miRNA or miR) [9],
and other metabolic agents are involved in the regulation of body energy homeostasis [10]. However,
periods of prolonged positive energy balance promote the excessive accumulation of triglycerides and
morphological changes that trigger an immune response and pro-inflammatory cytokines secretion,
leading to low-grade inflammation [11,12]. These conditions are associated with the development
of obesity-related metabolic disorders, such as type 2 diabetes mellitus, cardiovascular disease, and
cancer [13–15]. Therefore, managing the development of white adipocytes and the mechanisms
implicated in their remodeling is one of the main future strategies in the control of obesity and
metabolic syndrome.
In contrast to WAT, brown adipose tissue is an organ rich in mitochondria and uncoupling protein
1 (UCP1), which functions through the oxidation of triglycerides and glucose for heat generation
(non-shivering thermogenesis), thus preserving body temperature and controlling body fat [16–18].
Recently, a structure described as brown-like adipocytes in white adipose tissue, named brite or beige
adipocytes, has attracted interest [19]. The transdifferentiating process of white adipocytes in brite
adipocytes (browning process) has shown important therapeutic benefits for health, mainly against
obesity [20].
miRNAs have been considered a target in obesity control [21,22]. They constitute a class of
single-stranded, endogenous, small non-condign RNAs (∼18–22 nucleotides) that regulate 30–80% of
the gene expression of the human genome [21,23]. Through trigger-based pairing to complementary
sequences within the 3′-untranslated region (3′UTR), miRNAs promote gene silencing by inhibition
of translation and/or by affecting mRNA stability and degradation. A single miRNA can be targeted
by more than 100 mRNAs subtype, and multiple miRNAs can act in the expression of the same
transcript [24].
Several miRNAs are associated with physiological processes, including cell proliferation, apoptosis,
neurodevelopment, and tissue differentiation [25]. Furthermore, recent works have analyzed the
role of miRNAs in the control of adipocyte differentiation [26,27], metabolism [28], and pathological
processes, such as obesity [23,29–31] and non-alcoholic fatty liver disease (NAFLD) [32]. In humans,
obesity-associated low-grade chronic inflammation is regulated by signal transduction networks and
influenced by the expression and secretion of inflammatory cytokines, as well, miRNA-regulation
is a significant influence in the whole process [33–37]. Additionally, miRNAs can control the
process of adipogenesis during obesity, including transcriptional and post-transcriptional factors
such as peroxisome proliferator-activated receptor gamma (PPARγ) and CCAAT/enhancer binding
proteins alpha (C/EBPα) [27,38]. For example, the miR-143 was identified as an important adipocyte
differentiation-regulator in humans and mice [39,40], while miR-375 promotes differentiation of the
3T3-L1 adipocyte cell line due to the up-regulation of C/EBP and PPARγ2 expression [41]. On the other
hand, miR-130a improves insulin sensitivity in obesity [42].
In the obese state, some miRNAs are up-regulated in the WAT of obese individuals compared
to lean individuals, such as miR-342-3p, miR-142-3p, miR-142-5p, miR-21, miR-146a, miR-146b,
miR-379, while others are down-regulated including miR-122, miR-133b, miR-1, miR-30a, miR-192 and
miR-203 [23,29,37]. In addition, miR-17-5p, miR-132, miR-134, miR-181a, miR-27a, miR-30c, miR-140,
miR-147, miR-155, miR-197, and miR-210 are potential miRNAs related to adipose tissue dysfunction,
obesity and metabolic disorders [43]. Altered expression of a few miRNAs has been experimentally
verified in humans [23], evidencing the necessity to conduct more studies aimed at understanding
the obesity-specific miRNA regulatory networks and its application as a possible biomarker and
therapeutic target against obesity.
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Bibliometric analysis is an important tool for monitoring trends in the research domain, determining
the impact of research funding, and comparing research progress across different countries, institutions
and so forth [44]. In the period between 2005–2019, more than 800 articles related to obesity, adipose
tissue, and miRNAs were published. However, the analysis of bibliometric variables regarding these
matters remains elusive. Thus, this study aims to provide a literature update related to obesity and
miRNAs by employing a bibliometric analysis.
2. Materials and Methods
The Scopus database was selected to perform a literature search, once it is considered to be
a reliable process for acquiring bibliometric indicators, such as abstracts, citations, and other data
mostly used in bibliometric studies in the area of medicine [44,45]. Two investigators (JMA and
RHGT) independently conducted a search in the Scopus database using the following keywords and
Boolean operators: (microRNA OR miRNA OR miRNAs OR miR-1 OR miR-2 OR miR-3 OR miR-4 OR
miR-5 OR miR-6 OR miR-7 OR miR-8 OR miR-9) and (obesity AND “adipose tissue” ORadipogenesis.
The papers selected were limited to articles and reviews published between 2005 and 2019, written in
English and reported in journals related to the fields of Biochemistry, Genetics and Molecular Biology,
Pharmacology and Medicine. All documents were retrieved on 17 June 2019, to avoid bias due to daily
updates in the database.
To analyze and discuss the results, data were exported from Scopus in the Bibtex, RIS, and CSV
formats. VOSviewer, version 1.6.0 software (Leiden University, Leiden, the Netherlands), was used to
analyze the relation between the most cited references and to create maps and clusters. GraphPad
Prism version 7 and R Studio version 1.1.463 were used for statistical analysis and to create charts.
3. General Information
Initially, 963 studies published in the period from 2005 to 2019 were identified using the keyword
combinations. After exclusions, 898 articles were retrieved from the Scopus database, being 670 articles
(74.61%) and 228 reviews (25.38%). Together, these articles were cited 25,556 times with an average
citation per article of 28.45. The search outcome is shown in the flowchart (Figure 1) followed by the
general information concerning it (Table 1).
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Table 1. General information on the papers related to the theme published from 2005 to 2019.
Articles 898
Citations 25,556
Average citations per articles 28.45
Authors 4106
Articles per author 4.57





After the first study related to obesity, adipose tissue and miRNA was published in 2005 by Hackl
and colleagues in the journal Genome Biology [46], the number of publications on this theme grew
slowly over eight years, and then there was an abrupt increase from 2011. In the period between
2005 and 2019, the number of articles published annually increased from one in 2005 to 148 in 2018,
and 59 in the first six months of 2019. The number of documents published per year are shown in
Figure 2. Remarkably, 587 articles were published in the last five years, which represent 65.36% of all
publications and demonstrate a growing interest in the field in recent years.
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4. Bibliometric Variables
The bibliometric variables data include information on the number of publication and citations by
countries and institutes, the most cited authors, the most cited articles, and sources names (journals).
The most productive country was the United States (Supplementary Materials, Figure S1 and Table S1)
and the most productive institution was Nanjing Medical University (China) (Supplementary Materials,
Table S2), which presented 236 and 26 articles, respectively. The most cited author was “Chenbo Ji”,
from the Hospital of Nanjing Medical University, Nanjing Maternity and Child Health Care Institute
(China), who produced the majority of the articles, accounting for 14 publications (Supplementary
Materials, Table S3). His most cited study is entitled “MiR-148a is Associated with Obesity and
Modulates Adipocyte Differentiation of Mesenchymal Stem Cells through Wnt Signaling” [47] with
49 citations.
PLoS ONE (IF 2.766, 2018) had the highest number of publications, with 41 articles, and it was
the most cited journal with 1,837 citations, followed by the International Journal of Molecular Sciences
(IF 4,183, 2018) with 33 articles, and Scientific Reports (IF 4,011, 2018), with 23 documents (Supplementary
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Materials, Table S4). The most cited article was “Replicative Senescence of Mesenchymal Stem Cells: A
Continuous and Organized Process” [48] published by Wagner, et al. in the PLo ONE journal with
630 citations (Supplementary Materials, Table S5). The complete lists with the bibliometric results
regarding the theme of obesity, adipose tissue, and miRNA are located in the Supplementary Material.
5. Hotspots
The keywords of the 898 articles were analyzed in the software VOSviewer 1.6.0 software (Leiden
University, Leiden, the Netherlands), and a keyword network map was created to establish the trends
and current topics within the research area. The keyword network map reflects the research hotspots
in the area of obesity, adipose tissue, and miRNA through the weight and strength of the spheres and
words [49]. The selection criteria we used was the keywords that appeared more than 10 times in the
titles and abstracts, throughout the articles selected. Among the 8,451 keywords, 125 were used and
divided into three clusters: red, green, and blue (Figure 3).
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The red cluster was titled as “Obesity, inflammation, type 2 diabetes, and cardiovascular diseases:
a perspective through miRNAs”. The strongest keywords in this group were human, obesity, and
adipose tissue. The green cluster was named “Adipogenic process and miRNAs” and the main
keywords were miRNA, adipocyte, and adipogenesis. Finally, in the blue cluster, “MiRNAs in brown
adipose tissue control and thermogenesis”, the main keywords were: brown adipose tissue, uncoupling
protein 1, and metabolism.
In addition, the 50 most cited miRNAs were selected based on their occurrence in the articles and
are shown in the density map in Figure 4.
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5.1. Red Cluster: Obesity, Inflammation, Type 2 Diabetes and Cardiovascular Disease: A Perspective
through miRNAs
Obesity and metabolic diseases are frequently associated with metabolically dysregulated adipose
tissue, as well as liver, skeletal muscle, heart and β-cells alterations. These conditions are supported
by studies demonstrating diverse miRNAs being regulated and acting as regulators in the obesity
process [28,31]. Here, several obesity-pathological conditions such as atherosclerosis, cardiovascular
disease, diabetes mellitus, insulin resistance, and nonalcoholic fatty liver are shown in the red cluster
(Figure 2). Among the possible regulatory processes, the presence of keywords such as weight gain,
cholesterol, cytokines, fatty acids, glucose, inflammation, macrophages, triglycerides, and tumor
necrosis factor-alpha were found in this cluster.
It is well established that the impairment of adipose tissue function in storage lipid is one of the
main causes of metabolic disorders [50]. This process is associated with lipotoxicity, low-grade chronic
inflammation, oxidative stress, impaired adipogenesis, and insulin resistance [51,52]. Possibly, the
molecules regulating these processes are miRNAs [37,52].
Different miRNAs appearing in the red cluster and Figure 3 are associated with the inflammatory
process and cytokine secretion, such as miR-221, miR-378, and miR-155, miR-375, miR-34a, miR-10a,
miR-9, iR-146a, miR-146b, miR-125b [53]. On the other hand, miR-146a, an anti-inflammatory
miRNA, has also been found (Figure 3) [54]. For example, miR-155 is regulated by several types of
immune cells in adipose tissue, such as the toll-like receptor 4 (TLR4), which leads to increased palmitic
acid levels that stimulate miR-155 expression [55]. MiR-155 is a potential regulator of the inflammatory
process by many pathways, including NF-KB and interleukin secretion [56,57]. In obesity, high BMI
levels are related to miR-155 high expression in subcutaneous adipose tissue [56], sperm [58], and
kidneys [59], suggesting its participation in the inflammatory phenotypes linked with cardiovascular
disease, metabolic syndrome, and obesity-related nephropathy.
For example, miR-34a is related to the development of visceral white adipose tissue and inflammation
in obese mice [60]. Pan et al. suggest that miR-34a has inflammatory actions and it is a crucial mediator
of paracrine actions in adipocyte-resident macrophages. Pan et al. showed that adipocyte-secreted
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exosomes obtained from miR-34a-KO mice were resistant to obesity-induced glucose intolerance, insulin
resistance, and systemic inflammation. This was followed by a significant shift in polarization of
adipose-resident macrophages from M1 to M2 phenotype by targeting the transcription factor KLF4
in both bone marrow-derived macrophages and adipose depots of obese mice [60]. The same authors
showed that miR-34a-overexpression leads to cytokine FGF21 resistance in peripheral tissues, which
is associated with the development of insulin resistance and low serum adiponectin levels during
obesity [61]. Interestingly, the pathways of KLF4 is a possible link between obesity and bladder cancer.
Xiao et al. found that the miR-10 in cells of human bladder cancer promotes cell migration and invasion,
suggesting that miR-10b is likely to be a mediator of obesity and bladder cancer, acting as an oncogene
in the miR-10b/KLF4/E-cadherin axis and miR-10b/HOXD10/MMP14 axis [62]. For a more detailed
discussion about miRNAs involved in the inflammatory process and the oxidative stress occasioned by
obesity, see Hulsmans et al. [52].
Unlike inflammation-related miRNAs, such as miR-155, the effects of the absence of miR-146a are
well known to promote liver inflammation in miR-146a deficient mice [54]. Interestingly, this miRNA
has not been shown to play a role in fat remodeling or weight gain during the development of obesity,
but in regulating increased liver inflammation in obese mice [54]. Mechanically, miR-146a regulates
the inflammatory network in liver tissue by controlling immune cell infiltration, NF-KB activity, and
TLR4 signaling, suggesting that its absence leads to an inflammatory response in the liver tissue [63].
miRNAs also have a role in liver disease including NAFLD [32,64]. A study by Estep et al. examining
the visceral adipose tissue of NAFLD subjects demonstrated that miRNAs’ expression pattern targets
pro-inflammatory adipokines and cytokines such as IL-6, which correlates negatively with expression
levels of miR-132, miR-150, miR-433, miR-28-3p, miR-511, miR-517a, and miR-671 [32].
Defects in pancreatic beta cells, and the action of insulin play an essential role in type 2 diabetes,
one of the most common metabolic diseases occasioned by obesity [65]. Several miRNAs are involved
in the regulation of glycemia and secretion of insulin being up- or down-regulated by obesity, such
as miR-30a [66], miR-25 and miR-92a [67], which are involved in transcription, differentiation, and
synthesis of insulin. In Figure 3, the occurrence of miRNAs such as miR-150, miR-15a, and miR-103,
miR-143, miR-221, miR-26a, miR-17 and miR-125b, miR-126, miR-378, miR-93, miR-26b, miR-27, miR-9,
miR-34, miR-375 are related to insulin signaling, beta-cell function and glucose metabolism [68,69].
One of the most studied miRNA, miR-375 is involved in pancreatic B cell regulation, and its response
to pancreatic disorders and obesity has been reviewed in previous articles [70]. Early in vitro
investigations demonstrated that miR-30a-5p is an essential regulator of beta-cell dysfunction [66].
The increased miR-30a-5p expression is associated with lower glucose tolerance and insulin released
by two independent pathways that directly suppress Beta2/NeuroD gene expression [66]. Recently,
Jimenez-Lucena et al. demonstrated that circulating levels of miR-30a-5p decrease years before the
development of type 2 diabetes [71]. Also, increases in miR-30a-5p expression precede the presence of
type 2 diabetes and is higher in individuals with the disease, thus serving as a potential biomarker of
the risk of developing type 2 diabetes [71].
Another regulator of type 2 diabetes is miR-143, that acts by phosphorylation of insulin pathways
in peripheral tissues. Down-regulated oxysterol-binding-protein-related 8 (ORP8) causes inhibition
of insulin-dependent AKT phosphorylation and insulin resistance, a major cause of type 2 diabetes.
The general mechanism of miR-143 in insulin regulation is extensively reviewed by Li and Chen [72].
In addition to skeletal muscle, uptake of glucose for the lipogenesis process in adipose tissue
occurs in pathways that are insulin-dependent [6]. Previous studies have demonstrated that miR-221
is overexpressed in obese human adipose tissue [73]. Peng et al. demonstrated that miR-221
is up-regulated in white adipose tissue and acts as a pro-inflammatory miRNA involved in the
development of type 2 diabetes [74]. The decrease in sirtuin (SIRT) protein expression leads to
inflammation and insulin resistance [74]. Interestingly, several miRNAs such as miR-9, miR-181a, and
miR-132, are capable of regulating insulin pathways through sirtuin 1 (SIRT1) [75,76], a nicotinamide
adenosine dinucleotide (NAD) that regulates energy homeostasis, inflammation, and metabolic disease
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associated with obesity [77,78]. The miRNAs involved in pancreatic beta cells and diabetes are
extensively reviewed in LaPierre and Stoffel [68].
It is noteworthy that cardiovascular disease is one of the main consequences of obesity [79].
In fact, obesity, dyslipidemia, type 2 diabetes and hypertension are important interrelated risk
factors that negatively affect cardiovascular health. Considering that cardiovascular diseases remain
the predominant cause of morbidity and mortality worldwide [80], it is essential to have a better
understanding of the molecular mechanisms that contribute to the pathogenesis of cardiovascular
disease and the search for new therapeutic biomarkers for the prevention and treatment of heart
disease [80,81]. Thus, miRNAs have attracted increasing attention as shown by the growing number
of specific publications related to this theme. mRNAs associated with cardiovascular disease were
found in the red cluster, as can be seen in Figure 2 and in Figure 3, including miR-1, miR-34a, miR-122,
and miR-126.
The detection of miRNAs and determining their role in WAT-specific depots in obese subjects is
essential for the development of new therapeutic targets for this condition. Klöting et al. analyzed
155 miRNAs in obese individuals and showed that 106 had a similar expression in human omental
and subcutaneous WAT [43]. However, 16 miRNAs displayed different expression in those that
were more common in the omental depot than the subcutaneous depot [43]. Besides, 12 miRNAs
were associated with the presence of type 2 diabetes mellitus-related obesity [43]. Thus, obesity
promoting changes in miRNAs’ expression pattern in human omental and subcutaneous WAT were
shown [43]. In addition, the expression of miR-519d is increased in the subcutaneous fat-depot of obese
individuals, which is associated with decreases in target PPARα [82]. Because it is associated with fatty
acid oxidation and adipocyte differentiation, PPARα loss may be one of the causes of subcutaneous
adipocyte dysregulation and obesity-associated metabolic imbalances [82].
Weight loss is one of the main strategies for the treatment of obesity [83]. Different approaches
are utilized for weight loss, such as physical activity, diet, and bariatric surgery [83]. Studies have
shown that some miRNAs appear to be regulated when weight loss occurs [84,85]. For example,
miR-519d, a human obesity-associated miRNA [82], is decreased in subcutaneous adipose tissue of
obese individuals three years after bariatric surgery [84]. In addition, Nardelli et al. demonstrated that
after weight loss, miR-519d expression decreased and its target gene (PPARα) increased, suggesting
an improvement in the fatty acid metabolism of the subcutaneous fat-depot [84]. Other studies have
further investigated the expression profile of miRNAs in weight loss. For example, Ortega et al.
demonstrated that surgery-induced weight loss is associated with the marked downregulation of
circulating miR-140-5p, miR-122, miR-193a-5p, and miR-16-1 and the upregulation of miR-221 and
miR-199a-3p [85]. MiR-122 has been investigated due to its large presence in the liver and involvement
in lipid homeostasis [86]. Silencing of miR-122 in mice on a high-fat diet reduces total cholesterol,
triglycerides and hepatosteatosis [87], highlighting that miR-122 plays an important role in fatty acid
metabolism. Willet et al. showed for the first time, that elevated miR-122 levels in blood circulation
are associated with the development of metabolic syndrome and with T2D in humans [86]. Recently,
Thompson et al. showed a great increase in miR-122 and miR-199a levels in children with obesity
compared to control [88]. Thus, these results suggest that anti-miR-122 therapy may be a promising
approach for the treatment of cardiovascular and other metabolic diseases.
In addition to being a potential biomarker of type 2 diabetes, miR-126 is an independent potential
risk factor and diagnostic tool for early prediction of cardiovascular disease [89–91]. Interestingly,
obesity in sedentary Zucker rats downregulates miR-126 expression and increases its target gene
PI3KR2, an indirect negative regulator of VEGF by inhibiting the expression of PI3K [92]. This response
induced capillary rarefaction in skeletal muscle, which was prevented by normalization in miR-126
levels and VEGF signaling in muscle in response to 10 weeks of swimming training. Therefore,
miRNA-126 should also be considered as an important therapeutic strategy for vascular disorders in
the context of obesity [92].
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Finally, the miR-1 family represents over 40% of all heart-expressed miRNAs, which consist
of a subfamily composed of miRNA-1-1, miRNA-1-2, and miRNA-206 [93]. High glucose-induced
apoptosis of cardiomyocytes contributes to the development of diabetic complications [94]. In this sense,
Shan et al. showed that miR-1 and miR-206 were up-regulated in the myocardium after high glucose,
through the MEK1/2 pathway and SRF [94]. The activation of this pathway resulted in suppression
of Hsp60 and IGF-1 expression and inhibition of IGF-1/IGF-1R/PI3K/Akt pathway, contributing to
glucose-mediated apoptosis in cardiomyocytes [94]. Figure 5 summarizes the obesity-related miRNAs,
metabolic disorders, and cardiovascular disease found in this study.
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5.2. Green Cluster: Adipogenic Process and miRNAs
The differentiation of adip s tissue progenitor cells in new adipocytes is known as adipogenesis [95].
Part of the ability of adipose tissue to expand due to excess energy occurs through the generation of
new adipose cells (hyperplasia) [50]. The impairment of this response reduces lipid accumulation in
adipocytes, increasing the release of free fatty acids into the circulation and the risk of lipotoxicity in
peripheral tissues such as the liver [96]. Recent studies have shown that adipogenesis is a physiological
process comprising the potential to be used as a pharmacological target to combat obesity-induced
changes [97]. This process is tightly matched by a variety of transcription factors, including PPARγ,
the C/EBP family, Sterol 1 regulatory element-binding protein (SREBP1) and mitogen-activated protein
kinase 1 (MAPK1) [70,98], as well as by the anti-adipogenic signaling pathways triggered by Wnt, BMPs,
transforming growth factor-beta (TGF-β, hedgehog or Rb2/p130 [99–102]. In addition, miRNAs also
regulate the adipogenic process. For example, Xie et al. investigated the pattern of miRNA expression in
obesity and the adipogenic process and demonstrated that some miRNAs such as miR-222 and miR-221
are down-regulated, while miR-422b, miR-148a, miR-107, miR-103, miR-30c, miR-30a-5p and miR-143
are upregulated [27]. Several miRNAs that regulate the adipogenic process are present in Figure 3, such
as miR-148a, miR-30c, miR-30a-5p, miR-143, miR-221, miR-125b, miR-138, miR-15a, miR-193, miR-21,
miR-210, miR-27, miR-29, miR-378. Also, as demonstrated in the green cluster, the adipogenesis process
is characterized by the presence of the words: mesenchymal stem cells, cell proliferation, CCAAT
enhancer-binding protein, in vitro study and adipogenesis.
MiR-378 plays an important function in the regulation of adipogenesis and oxidative
metabolism [98,103]. Huang et al. demonstrated that inhibition of MAPK1 by overexpressing mir-378a-5p
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in 3T3-L cells promotes adipogenesis and lipid accumulation [98]. Similar to this study, Ishida et al.
showed that the expression of miR-378a-5p is inversely correlated with the expression of adiponectin in
obese rats, otherwise it positively correlates with the increase of TNF-α [104].
PPARs are a family of nuclear receptors expressed predominantly in adipose tissue [105], which
exert effects on energy homeostasis, acting on carbohydrate and lipid metabolism [106], and on the
expression of genes involved in the adipogenic process [107,108]. MiR-27a and miR-27b targets
mRNA PPARγ, the master regulator of new adipocyte formation [109,110]. Their overexpression
inhibits adipocyte differentiation through PPARγ down-regulation [111,112]. Also, a study by Lee et al.
showed that miR-130 influences PPARγ expression and reduces the adipogenic process, and lower
miR-130 levels are found in obese women [113]. Overall, many miRNAs regulate adipogenesis by
different transcription factors and signaling pathways, and there are extensive literature reviews on
the subject [30,70,99].
5.3. Blue Cluster: MiRNAs in the Control of Brown Adipose Tissue and Thermogenesis
The metabolic importance of adipocytes is mainly described by the classical role of WAT, which
stores energy in the form of triglycerides and to secrete adipokines that can control energy expenditure
and insulin sensitivity [50]. Conversely, BAT is a key organ in the control of non-shivering thermogenesis
in the response to cold and nutritional status. The high amount of mitochondria in BAT can generate
heat through UCP1 in the inner mitochondrial membrane by metabolizing glucose and triglycerides [50].
This metabolization is able to clear up to 50% of triglycerides and 75% of glucose from circulation under
cold exposure [18,19]. Moreover, under some types of stimulation, brown-like adipocytes are developed
within WAT, a process called “browning” or “beiging” of white adipose tissue. These beige cells express
UCP1 and show considerable thermogenic capacity [50]. The dynamic control of adipose tissue is not
only summarized by its role in the energy control in the adipocytes per se. The homeostatic control of
miRNA levels is related to different functions in the differentiation of adipocytes, but the metabolic
relevance of miRNAs was showed in adipocyte-specific Dicer knockout mice (ADicerKO) [114,115].
These mice were characterized by lipodystrophy and “whitening” of BAT, dyslipidemia, insulin
resistance, and premature aging [114]. In addition, the alterations in their miRNA profile during aging
were accompanied by the Dicer levels in white adipose tissue. Interestingly, this miRNA profile in
aged mice was rescued by caloric restrictions [116].
These results highlight the importance of miRNAs in the control of fat distribution, adipogenesis,
insulin sensitivity, and metabolic control. Thus, using different experimental designs to describe
specific miRNAs provides potential approaches to regulating adipose tissue function and treating
metabolic disorders. The most cited miRNAs in the studies involved with adipose tissue homeostasis
are presented in Figure 3 and will be discussed below.
5.3.1. MiR-193b/miR-365, miR-30, miR-455, miR-378
The miR-193b and miR-365 cluster (miR-193b-365) is highly expressed in BAT and is involved
in the adipogenesis of brown adipocytes through the inhibition of runt-related transcription factor
1 translocated to 1 (Runx1t1) [117]. Since the Runx1t1 transcription factor inhibits the adipogenesis
of adipocytes, the targeting of miR-193b-365 stimulates the brown adipogenesis in vitro [117].
In addition, the PR domain containing 16 (PRDM16) induces miR-193b-365, facilitating brown adipocyte
differentiation [117,118]. However, blocking miR-193b-365 led to inhibition of brown adipocyte
differentiation and reduction of adipogenic markers in vitro [117,119]. The in vivo physiological
relevance of miR-193b-365 is contradictory to previous in vitro studies, showing that the inhibition of
miR-193b-365 in animals does not change the BAT morphology and brown gene markers [120].
During adipocyte differentiation, the miR-30 family members are up-regulated, and its inhibition
leads to adipogenesis impairment. The miR-30b/c acts through the regulation of the RUNX2
transcription factor and has been described as participating in the regulation of thermogenic
genes in vitro [121–123]. The miR-30b/c are induced in BAT and subcutaneous WAT under cold
Cells 2019, 8, 1581 11 of 19
exposure, and in response to CL-316,243 (a β3-adrenergic receptor activator) [122]. The overexpression
miR-30b/c increases thermogenic gene markers in primary adipocytes through the regulation of
receptor-interacting protein 140 (Rip140), a UCP1 silencer [122,124].
MiR-455 is also involved in brown adipocyte differentiation with bone morphogenetic protein 7
(BMP7) as the target [125–127]. The miR-455 is a BAT marker in rodents and humans as well as being
cold-induced. Mice overexpressing miR-455 in adipose tissue showed enhanced thermogenesis in
response to cold and norepinephrine stimulation [125]. The miR-455 targets the adipogenic suppressors
RUNX1t1 and Necdin, and consequently activates PPARγ and peroxisome-proliferator-activated
receptor γ-coactivator 1α (PGC-1α) [125]. In addition, miR-455 is able to activate AMP-activated
protein kinase α 1 (AMPKα1) by inhibiting the hypoxia-inducible factor 1 (HIF1α) [125].
Among the miRNAs involved in adipocyte differentiation, miR-378 shows an opposite effect
in brown and beige adipose tissue [128]. Mice overexpressing miR-378 in adipose tissue showed
higher brown adipogenesis and BAT mass but reduced inguinal and gonadal WAT mass [128].
Phosphodiesterase Pde1b regulates the cAMP turnover in BAT, but not in WAT, and is shown to be a
direct target of miR-378, explaining the possible mechanism by which miR-378 overexpressed mice
have impaired beiging of WAT [128,129].
5.3.2. MiR-93, miR-155, miR-34a
The metabolic capacity of brown adipocytes is related to glucose uptake, lipid turnover, and
oxidation [23]. In addition, distinct miRNAs may control the function of these cells. The miR-93
overexpression has been shown to down-regulate the glucose transporter 4 (GLUT4) [130]. In non-obese
insulin-resistant individuals, miR-93 is elevated, showing a negative correlation with GLUT4 levels [130].
In addition to its role in the control of adipocyte glucose uptake, miR-93 forms a cluster with miR-106b
and regulates the differentiation of mouse embryos [131]. Obese mice showed higher levels of miR-106b
and miR-93 in BAT [132]. Figure 6 summarizes the BAT-related miRNAs in the adipogenic process,
metabolic responses and thermogenesis.
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Nonetheless, the knockdown of miR-106b and miR-93 in brown adipocytes significantly increases
the expression of thermogenic genes (Ucp1, Prdm16, and Cidea) [132]. Thus, the miR-106b/93 cluster
plays a negative role in brown adipocyte homeostasis. Future studies should address the physiological
relevance of miR-93 in vivo.
The C/EBPβ protein is an adipogenic transcription factor targeted by miR-155 in vitro [133–135].
The interaction between miR-155 and C/EBPβ is suggested as a double-negative feedback loop,
where miR-155 inhibits C/EBPβ and premature differentiation; however, C/EBPβ can inhibit miR-155
transcription under pro-adipogenic stimuli [136]. The down-regulation of miR-155 leads to increased
browning of the white adipose cell both in vitro and in vivo [136]. In addition, mice lacking miR-155
have shown higher cellular respiration in inguinal WAT under cold exposure [136].
Among the miRNAs with adverse effects on brown adipocytes differentiation, miR-34a suppresses
the fibroblast growth factor 21 (FGF21) and SIRT1 regulating the FGF21/SIRT1-dependent deacetylation
of PGC-1α [137]. Thus, the inhibition of miR-34a induces the up-regulation of browning genes.
The miR-34a was also found up-regulated in the subcutaneous WAT of obese individuals, showing
a positive correlation with BMI [137]. In contrast, miR-34a knockout mice have shown increased
susceptibility to gain weight under high-fat diet feeding, showing alterations in the macrophage
phenotype [138]. More studies are necessary to confirm the contribution of miR-34a in metabolic
control in distinct situations of disease.
Finally, the role of adipose tissue in the control of circulating miRNAs and brown adipose
tissue activity and differentiation should be considered as therapeutic targets. Novel studies are
needed to complement the data about specific miRNAs targets and their physiological relevance
in vivo. In addition, optimizing the cell-specific delivery in different tissues should be addressed
by miRNA-based drugs. Future therapeutic miRNA-based strategies capable of increasing adipose
tissue energy expenditure may be helpful in the treatment of obesity-associated metabolic disorders.
In addition, the endocrine capacity of brown and white adipose tissue has been shown to have
physiological importance in the control of metabolic syndrome.
6. Strengths and Limitations
Published articles in the area of obesity, adipose tissue, and miRNA were collected in the online
Scopus database and were analyzed comprehensively and objectively. However, other databases (Ovid,
Pubmed, Web of Science, and Google Scholar) were not analyzed, which could increase the number of
papers, authors, institutions, and journals. Furthermore, the low number of publications in languages
other than English limits the collection of scientific data from less developed.
7. Conclusions
Here, we have achieved the first bibliometric analysis of the scientific literature related to obesity,
adipose tissue and miRNAs. For the period from 2005 to 2019, we quantitatively and qualitatively
analyzed global scientific papers on these topics. We systematically summarized the participation of
miRNAs in obesity-associated metabolic diseases by clustering the most frequently occurring words
into specific themes. In addition, we also reviewed the control of miRNAs in the adipogenesis process
in white and brown adipocytes and highlighted those with the most relevance. The results showed
that with the global increase in obesity, research on the functions, regulation, and performance of
miRNAs in obesity-associated comorbidities has gained prominence. The latest trends point to the
presence of exosomal miRNAs secreted by adipose tissue acting on different peripheral tissues, and
the participation of miRNAs in the differentiation and activation of BAT. Thus, miRNAs appear as the
newest tool to act as biomarkers and pharmacological targets in obesity and metabolic syndromes.
Understanding these critical points and how research is being conducted and focused may provide a
new approach in the development of new tools to combat obesity in the coming years.
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11. Wensveen, F.M.; Jelenčić, V.; Valentić, S.; Šestan, M.; Wensveen, T.T.; Theurich, S.; Glasner, A.; Mendrila, D.;
Štimac, D.; Wunderlich, F.T.; et al. NK Cells Link Obesity-Induced Adipose Stress to Inflammation and
Insulin Resistance. Nat. Immunol. 2015, 16, 376–385. [CrossRef]
12. Pellegrinelli, V.; Carobbio, S.; Vidal-Puig, A. Adipose Tissue Plasticity: How Fat Depots Respond Differently
to Pathophysiological Cues. Diabetologia 2016, 59, 1075–1088. [CrossRef]
13. Ellies, L.G.; Johnson, A.; Olefsky, J.M. Obesity, Inflammation, and Insulin Resistance. Obes. Inflamm. Cancer
2013, 1, 1–23. [CrossRef]
14. Landsberg, L.; Aronne, L.J.; Beilin, L.J.; Burke, V.; Igel, L.I.; Lloyd-Jones, D.; Sowers, J. Obesity-Related
Hypertension: Pathogenesis, Cardiovascular Risk, and Treatment-a Position Paper of the the Obesity Society
and the American Society of Hypertension. Obesity 2013, 15, 14–33. [CrossRef] [PubMed]
Cells 2019, 8, 1581 14 of 19
15. De Pergola, G.; Silvestris, F. Obesity as a Major Risk Factor for Cancer. J. Obes. 2013, 2013, 1–11. [CrossRef]
[PubMed]
16. Cannon, B.; Nedergaard, J. Brown Adipose Tissue: Function and Physiological Significance. Physiol. Rev.
2004, 84, 277–359. [CrossRef] [PubMed]
17. Cypess, A.M.; Kahn, C.R. Brown Fat as a Therapy for Obesity and Diabetes. Curr. Opin. Endocrinol. Diabetes
Obes. 2010, 17, 143–149. [CrossRef] [PubMed]
18. Bartelt, A.; Bruns, O.T.; Reimer, R.; Hohenberg, H.; Ittrich, H.; Peldschus, K.; Kaul, M.G.; Tromsdorf, U.I.;
Weller, H.; Waurisch, C.; et al. Brown Adipose Tissue Activity Controls Triglyceride Clearance. Nat. Med.
2011, 17, 200–205. [CrossRef] [PubMed]
19. Sidossis, L.; Kajimura, S. Brown and Beige Fat in Humans: Thermogenic Adipocytes That Control Energy
and Glucose Homeostasis. J. Clin. Investig. 2015, 125, 478–486. [CrossRef] [PubMed]
20. Bartelt, A.; Heeren, J. Adipose Tissue Browning and Metabolic Health. Nat. Rev. Endocrinol. 2014, 10, 24–36.
[CrossRef]
21. Hobert, O. Gene Regulation by Transcription Factors and MicroRNAs. Science 2008, 319, 1785–1786. [CrossRef]
22. Pasquinelli, A.E. MicroRNAs and Their Targets: Recognition, Regulation and an Emerging Reciprocal
Relationship. Nat. Rev. Genet. 2012, 13, 271–282. [CrossRef]
23. Arner, P.; Kulyté, A. MicroRNA Regulatory Networks in Human Adipose Tissue and Obesity. Nat. Rev.
Endocrinol. 2015, 11, 276–288. [CrossRef]
24. Ha, M.; Kim, V.N. Regulation of MicroRNA Biogenesis. Nat. Rev. Mol. Cell Biol. 2014, 15, 509–524. [CrossRef]
[PubMed]
25. Huang, Y.; Shen, X.J.; Zou, Q.; Wang, S.P.; Tang, S.M.; Zhang, G.Z. Biological Functions of MicroRNAs: A
Review. J. Physiol. Biochem. 2011, 67, 129–139. [CrossRef] [PubMed]
26. del Carmen Martínez-Jiménez, V.; Méndez-Mancilla, A.; Patricia Portales-Pérez, D. MiRNAs in Nutrition,
Obesity, and Cancer: The Biology of MiRNAs in Metabolic Disorders and Its Relationship with Cancer
Development. Mol. Nutr. Food Res. 2018, 62, 1–39. [CrossRef] [PubMed]
27. Xie, H.; Lim, B.; Lodish, H.F. MicroRNAs Induced during Adipogenesis That Accelerate Fat Cell Development
Are Downregulated in Obesity. Diabetes 2009, 58, 1050–1057. [CrossRef]
28. Vienberg, S.; Geiger, J.; Madsen, S.; Dalgaard, L.T. MicroRNAs in Metabolism. Acta Physiol. 2017, 219,
346–361. [CrossRef]
29. Landrier, J.F.; Derghal, A.; Karkeni, E.; Mounien, L. MicroRNAs in Endocrine Disorders. Rsc. Drug Discov.
Ser. 2019, 254–274. [CrossRef]
30. Iacomino, G.; Siani, A. Role of MicroRNAs in Obesity and Obesity-Related Diseases. Genes Nutr. 2017, 12,
1–16. [CrossRef]
31. Rottiers, V.; Näär, A.M. MicroRNAs in Metabolism and Metabolic Disorders. Nat. Rev. Mol. Cell Biol. 2012,
13, 239–251. [CrossRef]
32. Estep, M.; Armistead, D.; Hossain, N.; Elarainy, H.; Goodman, Z.; Baranova, A.; Chandhoke, V.; Younossi, Z.M.
Differential Expression of MiRNAs in the Visceral Adipose Tissue of Patients with Non-Alcoholic Fatty Liver
Disease. Aliment. Pharm. 2010, 32, 487–497. [CrossRef]
33. Dumortier, O.; Hinault, C.; Van Obberghen, E. MicroRNAs and Metabolism Crosstalk in Energy Homeostasis.
Cell Metab. 2013, 18, 312–324. [CrossRef]
34. Marques-Rocha, J.L.; Samblas, M.; Milagro, F.I.; Bressan, J.; Martínez, J.A.; Marti, A. Noncoding RNAs,
Cytokines, and Inflammation-Related Diseases. Faseb J. 2015, 29, 3595–3611. [CrossRef] [PubMed]
35. Xu, L.L.; Shi, C.M.; Xu, G.F.; Chen, L.; Zhu, L.L.; Zhu, L.; Guo, X.R.; Xu, M.Y.; Ji, C.B. TNF-α, IL-6, and
Leptin Increase the Expression of MiR-378, an Adipogenesis-Related MicroRNA in Human Adipocytes. Cell
Biochem. Biophys. 2014, 70, 771–776. [CrossRef] [PubMed]
36. Zhong, H.; Ma, M.; Liang, T.; Guo, L. Role of MicroRNAs in Obesity-Induced Metabolic Disorder and
Immune Response. J. Immunol. Res. 2018, 2018, 1–8. [CrossRef] [PubMed]
37. Heneghan, H.M.; Miller, N.; Kerin, M.J. Role of MicroRNAs in Obesity and the Metabolic Syndrome. Obes. Rev.
2010, 11, 354–361. [CrossRef] [PubMed]
38. Chen, L.; Song, J.; Cui, J.; Hou, J.; Zheng, X.; Li, C.; Liu, L. Micrornas Regulate Adipocyte Differentiation.
Cell Biol. Int. 2013, 37, 533–546. [CrossRef]
39. Kilic, I.D.; Dodurga, Y.; Uludag, B.; Alihanoglu, Y.I.; Yildiz, B.S.; Enli, Y.; Secme, M.; Bostanci, H.E. MicroRNA
-143 and -223 in Obesity. Gene 2015, 560, 140–142. [CrossRef]
Cells 2019, 8, 1581 15 of 19
40. Esau, C.; Kang, X.; Peralta, E.; Hanson, E.; Marcusson, E.G.; Ravichandran, L.V.; Sun, Y.; Koo, S.; Perera, R.J.;
Jain, R.; et al. MicroRNA-143 Regulates Adipocyte Differentiation. J. Biol. Chem. 2004, 279, 52361–52365.
[CrossRef]
41. Ling, H.-Y.; Wen, G.-B.; Feng, S.-D.; Tuo, Q.-H.; Ou, H.-S.; Yao, C.H.; Zhu, B.-Y.; Gao, Z.-P.; Zhang, L.;
Liao, D.-F. MicroRNA-375 Promotes 3T3-L1 Adipocyte Differentiation through Modulation of Extracellular
Signal-Regulated Kinase Signalling. Clin. Exp. Pharm. Physiol. 2011, 38, 239–246. [CrossRef]
42. Koh, E.H.; Chernis, N.; Saha, P.K.; Xiao, L.; Bader, D.A.; Zhu, B.; Rajapakshe, K.; Hamilton, M.P.; Liu, X.;
Perera, D.; et al. MiR-30a Remodels Subcutaneous Adipose Tissue Inflammation to Improve Insulin
Sensitivity in Obesity. Diabetes 2018, 67, 2541–2553. [CrossRef]
43. Klöting, N.; Berthold, S.; Kovacs, P.; Schön, M.R.; Fasshauer, M.; Ruschke, K.; Stumvoll, M.; Blüher, M.
MicroRNA Expression in Human Omental and Subcutaneous Adipose Tissue. PLoS ONE 2009, 4, e4699.
[CrossRef]
44. Khan, A.; Choudhury, N.; Uddin, S.; Hossain, L.; Baur, L.A. Longitudinal Trends in Global Obesity Research
and Collaboration: A Review Using Bibliometric Metadata. Obes. Rev. 2016, 17, 377–385. [CrossRef] [PubMed]
45. Teles, R.H.G.; Moralles, H.F.; Cominetti, M.R. Global Trends in Nanomedicine Research on Triple Negative
Breast Cancer: A Bibliometric Analysis. Int. J. Nanomed. 2018, 13, 2321–2336. [CrossRef] [PubMed]
46. Hackl, H.; Burkard, T.R.; Sturn, A.; Rubio, R.; Schleiffer, A.; Tian, S.; Quackenbush, J.; Eisenhaber, F.;
Trajanoski, Z. Molecular Processes during Fat Cell Development Revealed by Gene Expression Profiling and
Functional Annotation. Genome Biol. 2005, 6, 1–23. [CrossRef]
47. Shi, C.; Zhang, M.; Tong, M.; Yang, L.; Pang, L.; Chen, L.; Xu, G.; Chi, X.; Hong, Q.; Ni, Y.; et al. MiR-148a Is
Associated with Obesity and Modulates Adipocyte Differentiation of Mesenchymal Stem Cells through Wnt
Signaling. Sci. Rep. 2015, 5, 1–11. [CrossRef] [PubMed]
48. Wagner, W.; Horn, P.; Castoldi, M.; Diehlmann, A.; Bork, S.; Saffrich, R.; Benes, V.; Blake, J.; Pfister, S.;
Eckstein, V.; et al. Replicative Senescence of Mesenchymal Stem Cells: A Continuous and Organized Process.
PLoS ONE 2008, 3, e2213. [CrossRef]
49. Pinto, M.; Pulgarín, A.; Escalona, M.I. Viewing Information Literacy Concepts: A Comparison of Two
Branches of Knowledge. Scientometrics 2014, 98, 2311–2329. [CrossRef]
50. Chouchani, E.T.; Kajimura, S. Metabolic Adaptation and Maladaptation in Adipose Tissue. Nat. Metab. 2019,
1, 189–200. [CrossRef]
51. Fonseca, V.; Desouza, C.; Asnani, S.; Jialal, I. Nontraditional Risk Factors for Cardiovascular Disease in
Diabetes. Endocr. Rev. 2004, 25, 153–175. [CrossRef]
52. Hulsmans, M.; De Keyzer, D.; Holvoet, P. MicroRNAs Regulating Oxidative Stress and Inflammation in
Relation to Obesity and Atherosclerosis. Faseb J. 2011, 25, 2515–2527. [CrossRef]
53. Sonkoly, E.; Pivarcsi, A. MicroRNAs in Inflammation. Int. Rev. Immunol. 2009, 1, 535–561. [CrossRef]
54. Javidan, A.; Jiang, W.; Okuyama, M.; Thiagarajan, D.; Yang, L.; Moorleghen, J.J.; Muniappan, L.;
Subramanian, V. MiR-146a Deficiency Accelerates Hepatic Inflammation Without Influencing Diet-Induced
Obesity in Mice. Sci. Rep. 2019, 9, 12626. [CrossRef] [PubMed]
55. Vega-Cárdenas, M.; Uresti-Rivera, E.E.; Cortés-García, J.D.; Briones-Espinoza, M.; Ruíz-Rodríguez, V.M.;
Reynaga-Hernández, E.; Mendez-Mancilla, A.; Portales-Pérez, D.P. Increased Levels of Adipose Tissue-Resident
Th17 Cells in Obesity Associated with MiR-326. Immunol. Lett. 2019, 211, 60–67. [CrossRef] [PubMed]
56. Karkeni, E.; Astier, J.; Tourniaire, F.; El Abed, M.; Romier, B.; Gouranton, E.; Wan, L.; Borel, P.; Salles, J.;
Walrand, S.; et al. Obesity-Associated Inflammation Induces MicroRNA-155 Expression in Adipocytes and
Adipose Tissue: Outcome on Adipocyte Function. J. Clin. Endocrinol. Metab. 2016, 101, 1615–1626. [CrossRef]
[PubMed]
57. Ceppi, M.; Pereira, A.M.; Dunand-Sauthier, I.; Barras, E.; Reith, W.; Santos, M.A.; Pierre, P. MicroRNA-155
Modulates the Interleukin-1 Signaling Pathway in Activated Human Monocyte-Derived Dendritic Cells.
Proc. Natl. Acad. Sci. USA 2009, 106, 2735–2740. [CrossRef]
58. López, P.; Castro, A.; Flórez, M.; Miranda, K.; Aranda, P.; Sánchez-González, C.; Llopis, J.; Arredondo, M.
MiR-155 and MiR-122 Expression of Spermatozoa in Obese Subjects. Front. Genet. 2018, 9, 1–11. [CrossRef]
59. Zheng, C.; Zhang, J.; Chen, X.; Zhang, J.; Ding, X.; You, X.; Fan, L.; Chen, C.; Zhou, Y. MicroRNA-155
Mediates Obesity-Induced Renal Inflammation and Dysfunction. Inflammation 2019, 42, 994–1003. [CrossRef]
Cells 2019, 8, 1581 16 of 19
60. Pan, Y.; Hui, X.; Chong Hoo, R.L.; Ye, D.; Cheung Chan, C.Y.; Feng, T.; Wang, Y.; Ling Lam, K.S.;
Xu, A. Adipocyte-Secreted Exosomal MicroRNA-34a Inhibits M2 Macrophage Polarization to Promote
Obesity-Induced Adipose Inflammation. J. Clin. Invest. 2019, 129, 834–849. [CrossRef]
61. Pan, Y.; Feng, T.; Chan, Y.-C.; Xu, A.; Lam, K. OR01-3 MicroRNA-34a-Mediated FGF21 Resistance in
the Adipose Tissue Contributes to Insulin Resistance and Hypoadiponectinemia in Diet-Induced Obesity.
J. Endocr. Soc. 2019, 3 (Suppl. 1). [CrossRef]
62. Xiao, H.; Li, H.; Yu, G.; Xiao, W.; Hu, J.; Tang, K.; Zeng, J.; He, W.; Zeng, G.; Ye, Z.; et al. MicroRNA-10b
Promotes Migration and Invasion through KLF4 and HOXD10 in Human Bladder Cancer. Oncol. Rep. 2014,
31, 1832–1838. [CrossRef]
63. Boldin, M.P.; Baltimore, D. MicroRNAs, New Effectors and Regulators of NF-KB. Immunol. Rev. 2012, 246,
205–220. [CrossRef]
64. Estep, J.M.; Goodman, Z.; Sharma, H.; Younossi, E.; Elarainy, H.; Baranova, A.; Younossi, Z. Adipocytokine
Expression Associated with MiRNA Regulation and Diagnosis of NASH in Obese Patients with NAFLD.
Liver Int. 2015, 35, 1367–1372. [CrossRef] [PubMed]
65. Lowell, B.B. Mitochondrial Dysfunction and Type 2 Diabetes. Science 2005, 307, 384–387. [CrossRef] [PubMed]
66. Kim, J.-W.; You, Y.-H.; Jung, S.; Suh-Kim, H.; Lee, I.-K.; Cho, J.-H.; Yoon, K.-H. MiRNA-30a-5p-Mediated
Silencing of Beta2/NeuroD Expression Is an Important Initial Event of Glucotoxicity-Induced Beta Cell
Dysfunction in Rodent Models. Diabetologia 2013, 56, 847–855. [CrossRef] [PubMed]
67. Karolina, D.S.; Sepramaniam, S.; Tan, H.Z.; Armugam, A.; Jeyaseelan, K. MiR-25 and MiR-92a Regulate
Insulin i Biosynthesis in Rats. RNA Biol. 2013, 10, 1365–1378. [CrossRef]
68. LaPierre, M.P.; Stoffel, M. MicroRNAs as Stress Regulators in Pancreatic Beta Cells and Diabetes. Mol. Metab.
2017, 6, 1010–1023. [CrossRef]
69. Yaribeygi, H.; Katsiki, N.; Behnam, B.; Iranpanah, H.; Sahebkar, A. MicroRNAs and Type 2 Diabetes Mellitus:
Molecular Mechanisms and the Effect of Antidiabetic Drug Treatment. Metabolism 2018, 1, 48–55. [CrossRef]
70. Landrier, J.-F.; Derghal, A.; Mounien, L. MicroRNAs in Obesity and Related Metabolic Disorders. Cells 2019,
8, 859. [CrossRef]
71. Jiménez-Lucena, R.; Camargo, A.; Alcalá-Diaz, J.F.; Romero-Baldonado, C.; Luque, R.M.; van Ommen, B.;
Delgado-Lista, J.; Ordovás, J.M.; Pérez-Martínez, P.; Rangel-Zúñiga, O.A.; et al. A Plasma Circulating
MiRNAs Profile Predicts Type 2 Diabetes Mellitus and Prediabetes: From the CORDIOPREV Study. Exp.
Mol. Med. 2018, 50, 168. [CrossRef]
72. Li, B.; Fan, J.; Chen, N. A Novel Regulator of Type II Diabetes: MicroRNA-143. Trends Endocrinol. Metab.
2018, 29, 380–388. [CrossRef]
73. Ortega, F.J.; Moreno-Navarrete, J.M.; Pardo, G.; Sabater, M.; Hummel, M.; Ferrer, A.; Rodriguez-Hermosa, J.I.;
Ruiz, B.; Ricart, W.; Peral, B.; et al. MiRNA Expression Profile of Human Subcutaneous Adipose and during
Adipocyte Differentiation. PLoS ONE 2010, 5, e9022. [CrossRef]
74. Peng, J.; Zhou, Y.; Deng, Z.; Zhang, H.; Wu, Y.; Song, T.; Yang, Y.; Wei, H.; Peng, J. MiR-221 Negatively
Regulates Inflammation and Insulin Sensitivity in White Adipose Tissue by Repression of Sirtuin-1 (SIRT1).
J. Cell. Biochem. 2018, 119, 6418–6428. [CrossRef] [PubMed]
75. Ramachandran, D.; Roy, U.; Garg, S.; Ghosh, S.; Pathak, S.; Kolthur-Seetharam, U. Sirt1 and Mir-9 Expression
Is Regulated during Glucose-Stimulated Insulin Secretion in Pancreatic β-Islets. Febs J. 2011, 278, 1167–1174.
[CrossRef] [PubMed]
76. Gok, O.; Karaali, Z.; Ergen, A.; Ekmekci, S.; Abaci, N. Serum Sirtuin 1 Protein as a Potential Biomarker for
Type 2 Diabetes: Increased Expression of Sirtuin 1 and the Correlation with MicroRNAs. J. Res. Med. Sci.
2019, 25, 24–56. [CrossRef]
77. Raman, S.; FitzGerald, U.; Murphy, J.M. Interplay of Inflammatory Mediators with Epigenetics and Cartilage
Modifications in Osteoarthritis. Front. Bioeng. Biotechnol. 2018, 6, 1–9. [CrossRef] [PubMed]
78. Kitada, M.; Koya, D. SIRT1 in Type 2 Diabetes: Mechanisms and Therapeutic Potential. Diabetes Metab. J.
2013, 37, 315–325. [CrossRef] [PubMed]
79. Poirier, P.; Giles, T.D.; Bray, G.A.; Hong, Y.; Stern, J.S.; Pi-Sunyer, F.X.; Eckel, R.H. Obesity and Cardiovascular
Disease: Pathophysiology, Evaluation, and Effect of Weight Loss: An Update of the 1997 American Heart
Association Scientific Statement on Obesity and Heart Disease from the Obesity Committee of the Council
on Nutrition, Physical. Circulation 2006, 113, 898–918. [CrossRef]
Cells 2019, 8, 1581 17 of 19
80. Quiat, D.; Olson, E.N. Review Series MicroRNAs in Cardiovascular Disease: From Pathogenesis to Prevention
and Treatment. J. Clin. Invest. 2013, 123, 11–18. [CrossRef]
81. Hulsmans, M.; Holvoet, P. MicroRNAs as Early Biomarkers in Obesity and Related Metabolic and
Cardiovascular Diseases. Curr. Pharm. Des. 2013, 19, 5704–5717. [CrossRef]
82. Martinelli, R.; Nardelli, C.; Pilone, V.; Buonomo, T.; Liguori, R.; Castanò, I.; Buono, P.; Masone, S.; Persico, G.;
Forestieri, P.; et al. MiR-519d Overexpression Is Associated with Human Obesity. Obesity 2010, 18, 2170–2176.
[CrossRef]
83. Kushner, R.F. Weight Loss Strategies for Treatment of Obesity. Prog. Cardiovasc. Dis. 2014, 56, 465–472. [CrossRef]
84. Nardelli, C.; Iaffaldano, L.; Pilone, V.; Labruna, G.; Ferrigno, M.; Carlomagno, N.; Dodaro, C.A.; Forestieri, P.;
Buono, P.; Salvatore, F.; et al. Changes in the MicroRNA Profile Observed in the Subcutaneous Adipose
Tissue of Obese Patients after Laparoscopic Adjustable Gastric Banding. J. Obes. 2017, 2017, 1–6. [CrossRef]
[PubMed]
85. Ortega, F.J.; Mercader, J.M.; Catalán, V.; Moreno-Navarrete, J.M.; Pueyo, N.; Sabater, M.; Gómez-Ambrosi, J.;
Anglada, R.; Fernández-Formoso, J.A.; Ricart, W.; et al. Targeting the Circulating MicroRNA Signature of
Obesity. Clin. Chem. 2013, 59, 781–792. [CrossRef] [PubMed]
86. Willeit, P.; Skroblin, P.; Moschen, A.R.; Yin, X.; Kaudewitz, D.; Zampetaki, A.; Barwari, T.; Whitehead, M.;
Ramírez, C.M.; Goedeke, L.; et al. Circulating MicroRNA-122 Is Associated with the Risk of New-Onset
Metabolic Syndrome and Type 2 Diabetes. Diabetes 2017, 66, 347–357. [CrossRef] [PubMed]
87. Esau, C.; Davis, S.; Murray, S.F.; Yu, X.X.; Pandey, S.K.; Pear, M.; Watts, L.; Booten, S.L.; Graham, M.;
McKay, R.; et al. MiR-122 Regulation of Lipid Metabolism Revealed by in Vivo Antisense Targeting. Cell
Metab. 2006, 3, 87–98. [CrossRef] [PubMed]
88. Thompson, M.D.; Cismowski, M.J.; Serpico, M.; Pusateri, A.; Brigstock, D.R. Elevation of Circulating
MicroRNA Levels in Obese Children Compared to Healthy Controls. Clin. Obes. 2017, 7, 216. [CrossRef]
[PubMed]
89. Zhang, T.; Lv, C.; Li, L.; Chen, S.; Liu, S.; Wang, C.; Su, B. Plasma MiR-126 Is a Potential Biomarker for
Early Prediction of Type 2 Diabetes Mellitus in Susceptible Individuals. Biomed. Res. Int. 2013, 2013, 1–6.
[CrossRef] [PubMed]
90. Zampetaki, A.; Kiechl, S.; Drozdov, I.; Willeit, P.; Mayr, U.; Prokopi, M.; Mayr, A.; Weger, S.; Oberhollenzer, F.;
Bonora, E.; et al. Plasma MicroRNA Profiling Reveals Loss of Endothelial MiR-126 and Other MicroRNAs in
Type 2 Diabetes. Circ. Res. 2010, 107, 810–817. [CrossRef]
91. Fichtlscherer, S.; Zeiher, A.M.; Dimmeler, S. Circulating MicroRNAs: Biomarkers or Mediators of
Cardiovascular Diseases? Arter. Thromb. Vasc. Biol. 2011, 31, 2383–2390. [CrossRef]
92. Gomes, J.L.P.; Fernandes, T.; Soci, U.P.R.; Silveira, A.C.; Barretti, D.L.M.; Negrão, C.E.; Oliveira, E.M. Obesity
Downregulates MicroRNA-126 Inducing Capillary Rarefaction in Skeletal Muscle: Effects of Aerobic Exercise
Training. Oxid. Med. Cell. Longev. 2017, 2017, 1–9. [CrossRef]
93. Lagos-Quintana, M.; Rauhut, R.; Yalcin, A.; Meyer, J.; Lendeckel, W.; Tuschl, T. Identification of Tissue-Specific
MicroRNAs from Mouse. Curr. Biol. 2002, 12, 735–739. [CrossRef]
94. Shan, Z.X.; Lin, Q.X.; Deng, C.Y.; Zhu, J.N.; Mai, L.P.; Liu, J.L.; Fu, Y.H.; Liu, X.Y.; Li, Y.X.; Zhang, Y.Y.; et al.
MiR-1/MiR-206 Regulate Hsp60 Expression Contributing to Glucose-Mediated Apoptosis in Cardiomyocytes.
Febs Lett. 2010, 584, 3592–3600. [CrossRef] [PubMed]
95. Tang, Q.Q.; Lane, M.D. Adipogenesis: From Stem Cell to Adipocyte. Annu. Rev. Biochem. 2012, 81, 715–736.
[CrossRef] [PubMed]
96. Trauner, M.; Arrese, M.; Wagner, M. Fatty Liver and Lipotoxicity. Biochim. Et Biophys. Acta - Mol. Cell Biol.
Lipids 2010, 1801, 299–310. [CrossRef] [PubMed]
97. Ghaben, A.L.; Scherer, P.E. Adipogenesis and Metabolic Health. Nat. Rev. Mol. Cell Biol. 2019, 20, 242–258.
[CrossRef]
98. Huang, N.; Wang, J.; Xie, W.; Lyu, Q.; Wu, J.; He, J.; Qiu, W.; Xu, N.; Zhang, Y. MiR-378a-3p Enhances
Adipogenesis by Targeting Mitogen-Activated Protein Kinase 1. Biochem. Biophys. Res. Commun. 2015, 457,
37–42. [CrossRef]
99. Brandão, B.B.; Guerra, B.A.; Mori, M.A. Shortcuts to a Functional Adipose Tissue: The Role of Small
Non-Coding RNAs. Redox Biol. 2017, 12, 82–102. [CrossRef]
100. Moseti, D.; Regassa, A.; Kim, W.K. Molecular Regulation of Adipogenesis and Potential Anti-Adipogenic
Bioactive Molecules. Int. J. Mol. Sci. 2016, 17, 124. [CrossRef]
Cells 2019, 8, 1581 18 of 19
101. Wang, Q.; Li, Y.C.; Wang, J.; Kong, J.; Qi, Y.; Quigg, R.J.; Li, X. MiR-17-92 Cluster Accelerates Adipocyte
Differentiation by Negatively Regulating Tumor-Suppressor Rb2/P130. Proc. Natl. Acad. Sci. 2008, 105,
2889–2894. [CrossRef]
102. Jeong Kim, Y.; Jin Hwang, S.; Chan Bae, Y.; Sup Jung, J. MiR-21 Regulates Adipogenic Differentiation through
the Modulation of TGF-β Signaling in Mesenchymal Stem Cells Derived from Human Adipose Tissue.
Stem Cells 2009, 27, 3093–3102. [CrossRef]
103. Zhang, Y.; Li, C.; Li, H.; Song, Y.; Zhao, Y.; Zhai, L.; Wang, H.; Zhong, R.; Tang, H.; Zhu, D. MiR-378 Activates
the Pyruvate-PEP Futile Cycle and Enhances Lipolysis to Ameliorate Obesity in Mice. EBioMedicine 2016, 5,
93–104. [CrossRef]
104. Ishida, M.; Shimabukuro, M.; Yagi, S.; Nishimoto, S.; Kozuka, C.; Fukuda, D.; Soeki, T.; Masuzaki, H.;
Tsutsui, M.; Sata, M. MicroRNA-378 Regulates Adiponectin Expression in Adipose Tissue: A New Plausible
Mechanism. PLoS ONE 2014, 9, e111537. [CrossRef] [PubMed]
105. Tontonoz, P.; Spiegelman, B.M. Fat and Beyond: The Diverse Biology of PPARγ. Annu. Rev. Biochem. 2008,
77, 289–312. [CrossRef] [PubMed]
106. Kota, B.P.; Huang, T.H.W.; Roufogalis, B.D. An Overview on Biological Mechanisms of PPARs. Pharm. Res.
2005, 51, 85–94. [CrossRef] [PubMed]
107. Farmer, S.R. Transcriptional Control of Adipocyte Formation. Cell Metab. 2006, 4, 263–273. [CrossRef]
108. Ahmadian, M.; Suh, J.M.; Hah, N.; Liddle, C.; Atkins, A.R.; Downes, M.; Evans, R.M. Pparγ Signaling and
Metabolism: The Good, the Bad and the Future. Nat. Med. 2013, 19, 557–566. [CrossRef]
109. Jennewein, C.; Von Knethen, A.; Schmid, T.; Brüne, B. MicroRNA-27b Contributes to Lipopolysaccharide-
Mediated Peroxisome Proliferator-Activated Receptor γ (PPARγ) MRNA Destabilization. J. Biol. Chem. 2010,
285, 1–8. [CrossRef]
110. Karbiener, M.; Fischer, C.; Nowitsch, S.; Opriessnig, P.; Papak, C.; Ailhaud, G.; Dani, C.; Amri, E.-Z.;
Scheideler, M. MicroRNA MiR-27b Impairs Human Adipocyte Differentiation and Targets PPARγ. Biochem.
Biophys. Res. Commun. 2009, 390, 247–251. [CrossRef]
111. Kim, S.Y.; Kim, A.Y.; Lee, H.W.; Son, Y.H.; Lee, G.Y.; Lee, J.W.; Lee, Y.S.; Kim, J.B. MiR-27a Is a Negative
Regulator of Adipocyte Differentiation via Suppressing PPARγ Expression. Biochem. Biophys. Res. Commun.
2010, 392, 323–328. [CrossRef]
112. Lin, Q.; Gao, Z.; Alarcon, R.M.; Ye, J.; Yun, Z. A Role of MiR-27 in the Regulation of Adipogenesis. Febs J.
2009, 276, 2348–2358. [CrossRef]
113. Lee, E.K.; Lee, M.J.; Abdelmohsen, K.; Kim, W.; Kim, M.M.; Srikantan, S.; Martindale, J.L.; Hutchison, E.R.;
Kim, H.H.; Marasa, B.S.; et al. MiR-130 Suppresses Adipogenesis by Inhibiting Peroxisome Proliferator-
Activated Receptor Expression. Mol. Cell. Biol. 2011, 31, 626–638. [CrossRef]
114. Mori, M.A.; Thomou, T.; Boucher, J.; Lee, K.Y.; Lallukka, S.; Kim, J.K.; Torriani, M.; Yki-Järvinen, H.;
Grinspoon, S.K.; Cypess, A.M.; et al. Altered MiRNA Processing Disrupts Brown/White Adipocyte
Determination and Associates with Lipodystrophy. J. Clin. Invest. 2014, 124, 3339–3351. [CrossRef] [PubMed]
115. Mori, M.A.; Ludwig, R.G.; Garcia-Martin, R.; Brandão, B.B.; Kahn, C.R. Extracellular MiRNAs: From
Biomarkers to Mediators of Physiology and Disease. Cell Metab. 2019, 30, 656–673. [CrossRef] [PubMed]
116. Mori, M.A.; Raghavan, P.; Thomou, T.; Boucher, J.; Robida-Stubbs, S.; MacOtela, Y.; Russell, S.J.; Kirkland, J.L.;
Blackwell, T.K.; Kahn, C.R. Role of MicroRNA Processing in Adipose Tissue in Stress Defense and Longevity.
Cell Metab. 2012, 16, 336–347. [CrossRef] [PubMed]
117. Sun, L.; Xie, H.; Mori, M.A.; Alexander, R.; Yuan, B.; Hattangadi, S.M.; Liu, Q.; Kahn, C.R.; Lodish, H.F.
Mir193b-365 Is Essential for Brown Fat Differentiation. Nat. Cell Biol 2011, 13, 958–965. [CrossRef] [PubMed]
118. Seale, P.; Kajimura, S.; Yang, W.; Chin, S.; Rohas, L.M.; Uldry, M.; Tavernier, G.; Langin, D.; Spiegelman, B.M.
Transcriptional Control of Brown Fat Determination by PRDM16. Cell Metab. 2007, 6, 38–54. [CrossRef]
119. Trajkovski, M.; Ahmed, K.; Esau, C.C.; Stoffel, M. MyomiR-133 Regulates Brown Fat Differentiation through
Prdm16. Nat. Cell Biol. 2012, 14, 1330–1335. [CrossRef]
120. Feuermann, Y.; Kang, K.; Gavrilova, O.; Haetscher, N.; Jang, S.J.; Yoo, K.H.; Jiang, C.; Gonzalez, F.J.;
Robinson, G.W.; Hennighausen, L. MiR-193b and MiR-365-1 Are Not Required for the Development and
Function of Brown Fat in the Mouse. Rna Biol. 2013, 10, 1807–1814. [CrossRef]
121. Zaragosi, L.E.; Wdziekonski, B.; Brigand, K.L.; Villageois, P.; Mari, B.; Waldmann, R.; Dani, C.; Barbry, P.
Small RNA Sequencing Reveals MiR-642a-3p as a Novel Adipocyte-Specific MicroRNA and MiR-30 as a Key
Regulator of Human Adipogenesis. Genome Biol. 2011, 12, 1–13. [CrossRef]
Cells 2019, 8, 1581 19 of 19
122. Hu, F.; Wang, M.; Xiao, T.; Yin, B.; He, L.; Meng, W.; Dong, M.; Liu, F. MiR-30 Promotes Thermogenesis and
the Development of Beige Fat by Targeting RIP140. Diabetes 2015, 64, 2056–2068. [CrossRef]
123. Huang, J.; Zhao, L.; Xing, L.; Chen, D. MicroRNA-204 Regulates Runx2 Protein Expression and Mesenchymal
Progenitor Cell Differentiation. Stem Cells 2010, 28, 357–364. [CrossRef]
124. Kiskinis, E.; Hallberg, M.; Christian, M.; Olofsson, M.; Dilworth, S.M.; White, R.; Parker, M.G. RIP140 Directs
Histone and DNA Methylation to Silence Ucp1 Expression in White Adipocytes. Embo J. 2007, 26, 4831–4840.
[CrossRef] [PubMed]
125. Zhang, H.; Guan, M.; Townsend, K.L.; Huang, T.L.; An, D.; Yan, X.; Xue, R.; Schulz, T.J.; Winnay, J.; Mori, M.;
et al. MicroRNA-455 Regulates Brown Adipogenesis via a Novel HIF1 an- AMPK - PGC 1α Signaling
Network. Embo Rep. 2015, 16, 1378–1393. [CrossRef] [PubMed]
126. Tseng, Y.H.; Kokkotou, E.; Schulz, T.J.; Huang, T.L.; Winnay, J.N.; Taniguchi, C.M.; Tran, T.T.; Suzuki, R.;
Espinoza, D.O.; Yamamoto, Y.; et al. New Role of Bone Morphogenetic Protein 7 in Brown Adipogenesis and
Energy Expenditure. Nature 2008, 454, 1000–1004. [CrossRef] [PubMed]
127. Schulz, T.J.; Huang, P.; Huang, T.L.; Xue, R.; McDougall, L.E.; Townsend, K.L.; Cypess, A.M.; Mishina, Y.;
Gussoni, E.; Tseng, Y.H. Brown-Fat Paucity Due to Impaired BMP Signalling Induces Compensatory Browning
of White Fat. Nature 2013, 495, 379–383. [CrossRef]
128. Pan, D.; Mao, C.; Quattrochi, B.; Friedline, R.H.; Zhu, L.J.; Jung, D.Y.; Kim, J.K.; Lewis, B.; Wang, Y.X.
MicroRNA-378 Controls Classical Brown Fat Expansion to Counteract Obesity. Nat. Commun. 2014, 5, 1–28.
[CrossRef]
129. Francis, S.H.; Blount, M.A.; Corbin, J.D. Mammalian Cyclic Nucleotide Phosphodiesterases: Molecular
Mechanisms and Physiological Functions. Physiol. Rev. 2011, 91, 651–690. [CrossRef]
130. Chen, Y.H.; Heneidi, S.; Lee, J.M.; Layman, L.C.; Stepp, D.W.; Gamboa, G.M.; Chen, B.S.; Chazenbalk, G.;
Azziz, R. Mirna-93 Inhibits Glut4 and Is Overexpressed in Adipose Tissue of Polycystic Ovary Syndrome
Patients and Women with Insulin Resistance. Diabetes 2013, 62, 2278–2286. [CrossRef]
131. Foshay, K.M.; Gallicano, G.I. MiR-17 Family MiRNAs Are Expressed during Early Mammalian Development
and Regulate Stem Cell Differentiation. Dev. Biol. 2009, 326, 431–443. [CrossRef]
132. Wu, Y.; Zuo, J.; Zhang, Y.; Xie, Y.; Hu, F.; Chen, L.; Liu, B.; Liu, F. Identification of MiR-106b-93 as a
Negative Regulator of Brown Adipocyte Differentiation. Biochem. Biophys. Res. Commun. 2013, 438, 575–580.
[CrossRef]
133. He, M.; Xu, Z.; Ding, T.; Kuang, D.M.; Zheng, L. MicroRNA-155 Regulates Inflammatory Cytokine Production
in Tumor-Associated Macrophages via Targeting C/EBPβ. Cell. Mol. Immunol. 2009, 6, 343–352. [CrossRef]
134. Worm, J.; Stenvang, J.; Petri, A.; Frederiksen, K.S.; Obad, S.; Elmén, J.; Hedtjärn, M.; Straarup, E.M.;
Hansen, J.B.; Kauppinen, S. Silencing of MicroRNA-155 in Mice during Acute Inflammatory Response
Leads to Derepression of c/Ebp Beta and down-Regulation of G-CSF. Nucleic Acids Res. 2009, 37, 5784–5792.
[CrossRef]
135. Skårn, M.; Namløs, H.M.; Noordhuis, P.; Wang, M.Y.; Meza-Zepeda, L.A.; Myklebost, O. Adipocyte
Differentiation of Human Bone Marrow-Derived Stromal Cells Is Modulated by MicroRNA-155,
MicroRNA-221, and MicroRNA-222. Stem Cells Dev. 2012, 21, 873–883. [CrossRef]
136. Chen, Y.; Siegel, F.; Kipschull, S.; Haas, B.; Fröhlich, H.; Meister, G.; Pfeifer, A. MiR-155 Regulates
Differentiation of Brown and Beige Adipocytes via a Bistable Circuit. Nat. Commun. 2013, 4, 1–13. [CrossRef]
[PubMed]
137. Fu, T.; Seok, S.; Choi, S.; Huang, Z.; Suino-Powell, K.; Eric Xu, H.; Kemper, B.; Kemper, J.K. MicroRNA 34a
Inhibits Beige and Brown Fat Formation in Obesity in Part by Suppressing Adipocyte Fibroblast Growth
Factor 21 Signaling and SIRT1 Function. Mol. Cell. Biol. 2014, 34, 4130–4142. [CrossRef] [PubMed]
138. Lavery, C.A.; Kurowska-Stolarska, M.; Holmes, W.M.; Donnelly, I.; Caslake, M.; Collier, A.; Baker, A.H.;
Miller, A.M. MiR-34a −/− Mice Are Susceptible to Diet-Induced Obesity. Obesity 2016, 24, 1741–1751.
[CrossRef] [PubMed]
© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).
